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Alligator mississippiensis, 601, 613, 616 DNA, 432 

Allocorynini, 764 DNA sequence, 850 
Alloecella, 386 empirical, 180, 184, 186-187 
Allosmerus, 433, 448 genetic, 264, 436, 536 
Allozyme, 77, 382, 411, 423-426 genome, 660 

Alomya debellator, 475 homogeneity, 351 


Alomyinae, 475 likelihood-mapping, 2 
Alopias, 584 lineage-level, 297 
pelagicus, 578 matrix correlation, 350-351 
superciliosus, 577-578 maximum likelihood, 2, 70, 77, 421, 620, 709-710, 740, 
Alsinidendron, 281, 294 746, 749, 790, 797, 933, 948 
Alstonia, 391, 402 maximum parsimony, 2, 21-22, 418, 435, 441, 790 
scholaris, 393 minimum evolution, 434 
Alstonieae, 391, 399 mixed-model, 19, 21-22, 28 
Alternative cladogram, 37 molecular, 769 
Altolamprologus molecular clock, 36-37 
calvus, 115, 124 Markov Chain Monte Carlo, 158, 693, 700, 743, 746, 


compressiceps, 115 57 

Alyxia, 391, 403 morphological, 269, 401, 769 
ruscifolia, 393 multigene, 697, 699, 701 

Alyxieae, 391, 396, 399, 401-403 multiple regression, 669 

Amaranthaceae, 284, 296 multivariate, 555, 926 

A mbelanieae, 401 nested-clade, 2, 69-91, 244 

Ambiguity, 369-381 nonclocklike, 708 

Ambiguous characters, 829 non-phylogenetic, 875-876 

Amicrocentrinae, 452 osteological, 432 

Amino acid-based models, 738 parsimony, 151-152, 442, 418, 421, 432, 439, 525, 576, 

Amniota, 364, 367, 824 617, 654, 746, 761, 769 

Amniotes, 364, 366-367, 822, 825 partition, 440 

Ampeloglypter, 768, 785 phylogenetic, 1-2, 19, 23, 30, 44, 56, 63, 74-75, 81-82, 
ampelopsis, 764 100, 118, 125, 136, 156, 193, 200, 210, 217-234, 279, 

Amphibia, 37-39, 257, 271, 364, 366, 822, 824, 825, 955, 364, 369, 380, 384, 410, 416-417, 424, 536, 572, 

980-981 576, 582, 620, 622-623, 667, 670, 740-741, 749, 767 

Amphipsalta, 4-6, 15 769, 829, 835, 878, 898, 901, 903-905, 946-948, 

cingulata, 6 950-952 


Amy, 787, 790-791, 796, 798-799 phylogeographic, 251 


Amycterinae, 765, 785 population aggregation, 76 
Amycterini, 765 power, 217-234 
Anagapetus, 387 principal component, 
Anagenesis, 850 redundancy, 341 
Analysis reticulogram, 200 
ANOSIM, 351 sensitivity, 19-31 
Bayesian, 2-3, 41, 44-68, 162-163, 574-575, 577, 581, shape, 817 
617, 619-620, 693, 711, 740-741, 743, 745-749, 751, simulation, 183, 186 
754, 761, 790-791, 794, 801, 946, 948-849, 952, 954 simultaneous, 380, 417 
biogeographic, 649, 651 simple delta, 554 
bootstrap, 52-54, 67-68, 97, 100, 119, 417, 524, 606, single-gene, 691, 699-700 
616-617, 622-623, 746, 933-934 single-tree, 847 
Bremer support, 417 species-level, 299, 847, 901 
Brooks parsimony, 217 spectral, 383 
canonical correspondence, 341 statistical, 892 
canonical variate, 555, 561 sub-tree, 667 
cladistic, 376, 392, 414, 654, 741, 762, 767, 776, 960, 965 successive weighting, 394 
clocklike, 708 supermatrix, 659, 662 
combined, 369, 538, 776, 787, 796, 939 supertree, 653-655, 657, 659, 661 
combined-data, 424, 769 taxonomic, 900, 903 
computer-based, 344 three-dimensional, 819 
constate rate, 694, 701 total evidence, 153-154 
contingency table, 281 two-dimensional, 819 
continuous track, 201 unit weight, 394 
cross-species, 551 weighted, 654 
decay, 417 weighted parsimony, 432, 436, 747-748 
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Analysis of color spectra in comparative evolutionary Ants, 354, 453 
studies: molecular phylogeny and habitat fire, 537 
adaptation in the St. Vincent anole (Anolis fungus-growing, 451 
trinitatis), Roger S. Thorpe, 554-569 Anura, 846, 849 

Analyzing developmental sequences within a Anurans, 364, 366 
phylogenetic framework, Jonathan E. Jeffery Apanteles subandinus, 475 
Michael K. Richardson, Michael I. Coates, and Apatania, 386 


Olaf R.P. Bininda-Emonds, 478-491 Apechoneura sp., 476 


hos, 601, 613 Apechthis sp., 477 


A 


Apes, 861-862 
phandra natalia, 96 
} 1a Aphelandra, 199, 210 
Anderson, Jason S., Use of well-known names in \phidiinae, 450, 454, 457, 463-464, 470, 473 
phlyogenetic nomenclature: a reply to Laurin \ phidiini, 457 
822-826 Aphids, 454 


391. 403 \pidae 477 


n, 393 


Apion, 768, 785 
lczyk, Kenneth D., Character-based method for sp., 764 
measuring the fit of a cladogram to the fossil \pioninae, 762 
record; 176-191 Apis mellifera 


Angiosperms, 276-302, 389, 640, 643-644, 664, 836-838 Aplochiton 

846, 849-850, 900, 903, 905, 917, 922 ebra, 439 
trees, 836-837 \plochitonini, 4 
ma, 951 \pocrita, 22 


ta, 94 
711 \pocynaceae 


Animals, 303, 309, 700, 841, 919-920, 922 s.1., 389-409 


A pocyneae, 391, 396-398, 404405 


" 
aquatic, 924 


\nnelids, 921 


s.str., 390 
\pocynoidina, 401-404 
Annulipalpia, 386-387 


A pocynoideae, 390-392, 396, 402, 404 


\pocynum, 391, 397-398, 403-405 
ta, 269 


269 


554—569. 899 


Approximately unbiased test, 492-508 
Approximately unbiased test of phylogenetic tree 
selection, Hidetoshi Shimodaira, 492-508 
619-62 
Anomochloa, 140 
ANOSIM analysis, 351 


Anseriformes, 846, 849, 947, 950. 953 


lis, 96( 


iantelli, 616 
Antelope 653 


Anthemidae, 846, 849 


Anthracosauria, 367, 82 


\quatic 


inimals, 924 


biodiversity, 255-275 
Anthracosaurus, 824 3 


Araceae, 93, 96, 100, 102 
i, 824 Arachnida, 711 

Anthonominae, 765 {raucarius, 768 

Anthonomus, 768, 785 Archaphidius sp., 473 
eugenii, 765 \raliaceae, 284 

Anthribidae, 761-764, 769, 773, 776, 779, 782 Aranaea, 711 

784-785 
Anthribinae, 763-764, 784 


Araucaria, 829-830 


Araucariaceae, 827-831 
Antirrhineae, 985 Araucariini, 766 


Antliarhininae, 762-763, 77 Araucarius minor, 766 
Antliarhinus, 768 Araucarietius, 768 


zaminae, 764, 783 viridans, 765 
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Araujia, 391, 406 
hortorum, 393 
Archaeognatha, 512 
Archeria, 824 
Archontophoenicinae, 96 
Arctopsyche, 386-387 
\rea of endemism, 648-652 
Areca, 102 
vestiaria, 96 
Arecaceae, 92, 284 
Arecinae, 96 
Arecoid, 102, 107 
Arecoideae, 92—93, 95, 109 
Arenga, 92, 99-100, 108-109 
pinnata, 95 
Arensburger, Peter, see Buckley, Thomas R., 


Argemone glauca var. glauca, 299 


‘reyreia, 741, 751 


capitiformis 


749 
741,751 


Aris-Brosou, Stéphane and Ziheng Yang, Effects of 


Argyreieae, 


models of rate evolution on estimation of 
divergence dates with special reference to the 
metzoan 18S ribosomal RNA phylogeny, 703-714 
Armadillidium vulgare, 512 
Arrenodes minut 
Arthropods, 339 
919 92? 926 
tt la sp 476 
Artiodactyla, 652-654 
Asclepiadaceae, 389-392, 396, 398, 403 
Asclepiadacina, 404-405 
Asclepiadeae, 406-407 
Asclepiadoideae, 403, 406 
Asclepiadoidina, 405-407 
391, 397, 405-407 
1, 393 


Urassavict 


Ascogaster sp., 474 
Asioryctes, 377 
Asphodelaceae, 326 
Aspidospermaeae, 401-403 
Aspidosperma, 391, 401-402 
triternatum, 393 
Aspilodemon sp., 475 
Asprotilapia leptura, 115, 124 
Astacus trowbridgii, 263 
Astatoreochromis, 118, 132 
alluaudi 115, 123, 131 
tricoti, 127, 131 
Astatotilapia, 118, 125, 12 
116, 118, , 124, 127, 132 


burtoni, 115 

calliptera, 131 
Astelioids, 846, 849 
Asteraceae, 277, 283-284, 287, 293, 297, 299 
Asteroidea, 711 
Astripomoea, 741 

malvacea, 746 
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Astrocaryum alatum, 96 


Asynonychus, 768 


cervinus, 765 
ATPase6, 38, 40, 42 
atpB, 92, 97-100, 102, 109, 638-647, 836 
Ateleute sp., 476 
Aterpinae, 765 
Aterpini, 765 


Atopsyche, 386-387 


Attelabidae, 761-763, 769, 776, 779, 783 
Attelabinae, 763, 783 
Attelabini, 764 


/ 


tte labus, 768, 785 


analis, 764, 785 
nitens, 785 
Atteleinae, 96 
Atrophini, 475 
Augochlorini, 846, 849 
A{ulacephalodon, 190-191 
Aulacocentrum, 453 
sp ‘ 474 
Aulacoscelinae, 778 
Auletes, 768 
nebulosus, 765 
Auletini, 764 
Auletobius, 764, 768, 769, 776 
cassandrae, 764 
Aulonocranus dewindti, 115, 124 
Austin, Andrew D., see Dowton, Mark,— 
Australia, 432-449 
Austrohelcon 
sp. 1, 474 
sp. 2, 474 
Austroplatypus, 768 
incompertus, 766 
{ustrozele, 452-453 
sp., 474 
Aves, 37-39, 487, 930, 946, 959 
Avialae, 377 
Avian (see also Birds) 
clades, 600 
evolution, 614 
genomes, 603, 608, 610 
lineages, 608 
phylogeny, 620 
tree, 512 
Aythya, 619-621 


americana, 616 


Baboons, 534 
Bacteria, 835-837, 839, 841 
Bacterial evolution, 199, 214 
Bactridinae, 96 
Bagoinae, 765-766, 769, 777 
Bagoini, 765-766, 768 
Bagous 
americanus, 765, 768 
myriophyllae, 765, 768 
Baileychromis, 117 
Baissea, 391 


leonensis, 393 





998 SYSTEMATIC BIOLOGY VOL. 51 


Baker, Allan J., see Pereira, Sérgio L., 
Balaka, 102 
seemanni, 96 
Balance, 930-945 
Balaneopterus musculus, 641 
Banchinae, 452, 475 
Banchini, 476 
Banchus volutatorius, 476 
Baridinae, 764, 769, 777 
Barker, F. Keith and Francois M. Lutzoni, Utility of the 
incongruence length difference test, 625-637 
Baric, Sanja, see Salzburger, Walter, 
Barnadesioideae, 846, 849 
Barn swallow, 601 
Basal 
characters, 179 


clades, 75 


p., 115 
Bathybathini, 115-117, 123, 126, 129 
Bathyergidae, 847, 849 
3ats, 354, 861-862 
Baum/Regan method, 136, 139, 141-144 
Bayes 

approach, 703, 707, 713 

averaging methods, 705 
estimates, 708-709, 711 
factors, 8, 12-13, 161, 163-164 


model, 709, 71 
rule, 157, 163 
theorem, 704, 7 
Bayesian 
analysis, 2-3, ¢ 2-163, 510 ; ; 
; 713, 740-741, 743, 745-749 
751,7 761, 790-791, 794, 801, 946, 948-949 952 
954 
approach, 690, 700, 704, 709, 712, 741, 749, 751 
calculations, 754 
clocklike model, 711 
compromise, 696 
consensus tree, 790, 794, 796, 800 
equations, 754 
estimation, 32-43, 769 
framework, 510, 696, 704, 706-707, 887 
inference, 41, 44—45, 59, 163, 451, 712, 767, 
7O() 
information criteria (BIC), 503 
methods, 1-2, 4, 41-42, 509, 520, 689, 729, 733, 738, 
740-742, 746, 749, 754, 757-758 
model, 755 
phylogenetic analysis, 742 
phylogenetic inference, 740, 754-760 
phylogenetics, 2, 570, 574 
posterior probability, 503 
search, 797 
statistics, 4-18, 509-523, 735, 740-753 


techniques, 1, 690, 754 


tests, 510 
trees, 53, 954 
Bayesian analysis, data combinability, tree rooting, 
nodal support, species’: radiations, supertrees, 
and phylogenetic uncertainty, Chris Simon, 1-3 
Bazin, Eric, see Legendre, Pierre,— 
Beaumontia, 391 
grandiflora, 393 
Beccariophoenicinae, 96 
Beccariophoenix madagascariensis, 96 
Beetles, 333, 339, 354, 594 
longhorn, 778 
plant-feeding, 761 
Begle’s data matrix, 433 
Belidae, 761-764, 769, 776-777, 769, 785 
Belinae, 763-764, 772 
Belini, 764 
Belshaw, Robert and Donald L.J. Quicke, Robustness 
of ancestral state estimates: evolution of life 
history strategy in ichneumonoid parasitoids, 
450-477 
Bentinckia, 99-100, 109 
nicobarica, 96 


Bentonia 


sp. 1, 475 
sp 2,475 


sp 3,475 


Bertelli, Sara, Norberto P. Giannini, and Pablo A 
Goloboff, Phylogeny of the Tinamous (aves 
palaeognathiformes) based on integumentary 
characters, 959-979 

Bethochromis tricoti, 115, 124, 127, 131 

Bethylidae, 477 

Be tula, 941 

Bifurcating tree (see also binary tree), 33, 867-868, 879 

Bill characters, 961, 969 

Binary 

characters, 151, 525 

reductive characters, 442, 449 

tree (see also bifurcating tree), 202 
Bininda-Emonds, Olaf R.P., see Jeffery, Jonathan I 


r 2 
B 


inodoxys acalephae, 473 


235-23 


aquatic, 25 
crayfish, 260 
Biodiversity: the interface between systematics and 
conservation, V.A. Funk, A.K. Sakai, and 
K. Richardson, 235-237 
Biogeographic 
analysis, 649, 651 
history, 199-216 
Biogeography, 155, 199-201, 203, 207, 276-302, 432, 
648-652, 806-816, 899, 980 
Bioinformatics, 599-613 
Biotic 
elements, 648-652 
seed dispersal, 917-929 
Birch, 941 
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Birds, 247, 257, 271, 280, 283, 291-292, 297, 354, 487, 
512-513, 516, 519, 594, 599-601, 606-608, 614, 
622-623, 840, 937, 950-951, 955, 959-960, 

970 
extant, 614 
flightless, 599-600, 959 
paleognathous, 614 
passerines, 919 
perching, 601, 614 
phylogeny, 512, 83 


a 


pollination, 30( 
Birth and death process, 704, 706-708 
Birth—death 


model, 881 


882, 887 
trees, 885 
Blacinae, 473 
Black flies, 269 


DIacl 


s0erhavia, 282 
s3ollback, Jonathan P., see Huelsenbeck, John P. 
sombyliidae, 846, 849 
936, 941 
bonasia 34, 941 


932-934 94] 


sonasa, 930, 933 
942, 944 
sewerzowi 942 944 
umbel 
sonferroni 

adjustment 
79R~799 


corrected P. O94 


correction 908, 911 
procedure 

ony fishes, 512 

yokstein coordinates, 82 
436, 457 947, 949 


100, 119, 417, 524, 606 


otstrap, 71, 74 
analysis 

616 
consensus trees, 790 
estimates, 417 
frequencies 
nultiscale, 492-508 
nonparametric, 7, 44-45, 49, 81, 495 
418 


parametric 509-523, 738, 829 


probability test, 492, 495 


524, 746, 748-749 


proportions, 421 
" 


424 493 495 498 507 


eplicates, 421 602, 617, 659, 


93 
resampling 
samples, 353 
sampling, 746 

394, 403, 436, 442, 5 


745, 749, 793, 797, 802, 


techniques, 4 
value, 59, 81, 140, 461, 608, 748-749, 769, 772, 


939 


790, 931, 


weighted, 394 
Boraginaceae, 2 
Boraginales, 397 
Borasseae, 93, 95, 106, 110 
Borassus, 99-100, 109 
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flabellifera, 95 

Borneo, 898-907 

Bos taurus, 503, 641 

Boulengerochromis microlepsis, 114-115, 125, 129 

Bovids, 436, 899 

Brachistini, 453, 474 

Brachycerinae, 762, 776 

Brachycyrtinae, 476 

Brachycyrtus sp., 476 

Brachygalaxias, 433 

bullocki, 434 

Brachynervus sp., 475 

Braconidae, 452, 455-457, 460-461, 463-464, 466, 
469-470, 475 

Braconids, 452-453, 455, 460 

Braconinae, 475 

Branchiosaurs, 823 

Branch length, 6, 33, 35, 37, 50, 88, 157-158, 204, 212, 

218, 251, 450, 458, 510, 513-514, 521, 537, 543, 

549 557 

704-705, 733, 741-743, 745-748, 797, 

868, 874-876, 879, 881, 891, 905, 915, 933 


, 589, 617, 627-629, 633, 635, 659, 691 


22 2 
833, 835- 843, 


estimates, 695, 697 
Branch support (see also Bootstrapping, Clade support, 
Decay, Posterior probability), 654, 660 
Branch-swapping, 
NNI, 576, 589, 594 
TBR, 7, 49, 97-98, 138-139, 417-418, 455-456, 513, 518 
575, 590, 617-618, 654, 769, 772, 790, 829 
965, 968 
Brassicaceae, 282 
Braun, Edward L. and Rebecca T. Kimball, Examining 
basal avian divergences with mitochondrial 
sequences: model complexity, taxon sampling, 
and sequence length, 614-624 
ia, 461 
} 
, 473 
Bray—Curtis measure, 339 
Bray, R.A., see Litthkewood, D.T.— 


Bremer, Birgitta, see Sennblad, Bengt 


Bremer support (see also decay index, decay), 417, 421 
424, 965-967, 970 

Brentidae, 761-764, 769, 772, 776, 77 

Broken-stick model, 899 

Bron 

Brooks parsimony analysis, 217 

Broscini, 846, 849 


Brownian 


hus sp., 765, 768 


evolution, 868 
motion, 873-874 
Brown kiwi, 960 
Bruchinae, 778 
Brulleia, 453 
sp. 1, 474 
Brysopterix, 387 
Buckley, Thomas R., Model misspecification and 
probabilistic tests of topology: evidence from 
empirical data sets, 509-523 
Buckley, Thomas R., Peter Arensburger, Chris Simon, 
and Geoffrey K. Chambers, Combined data, 
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Bayesian phylogenetics, and the origin of the Canary, 601, 603 
New Zealand cicada genera, 4-18 Candidate tree, 504, 521 
Buckley, Thomas R., see Miller, Richard E., Canonical 
Building supertrees: an empirical assessment using correspondence analysis (CCA), 341 
the grass family (Poaceae), Nicolas Salamin variate analysis, 555, 561 
Trevor R. Hodkinson, and Vincent Savolainen ape Floral Kingdom, 317-330 
136-150 ‘apitonius sp., 473 
Burg, Theresa M., see Martin, Andrew P., ‘ar, 776 
Burretokentia hapala, 96 condensatus, 785 
Butiinae, 96 archarhinus, 574, 576, 584 
Butterflies, 333 archarodon, 576 
ardueae, 846-847 
C, photosynthesis, 917-92 Caridae, 761-764, 769, 772, 776 
Cactospiza, 889 Cardiochiles fuscipennis, 473 
Caddisflies, 385 ardiochilinae, 453, 473 
Caecilians, 822-823 arinae, 762-764, 776 


Caegnathidae, 376 arissa, 391, 401 


| 202 
bispinosa, 393 


arisseae, 391, 401-403 


, 764, 77 5 arlia rubigularis, 248 


Caenagnathidae 


Caenota, 386 arlininae, 846-847 
arnivores, 861-862, 899 
arnivora, 377 

Calameae, 95 arphodactylus laevis, 247 

Calamineae, 95 arpodacus mexicanus, 601, 613 

Calamoid, 106 artilaginous fishes, 512 


Calamoideae, 92-93, 95, 100, 102, 107 ‘arvalhoa, 391, 401 


campanulata, 393 


aryophyllaceae, 277, 282-284, 287, 294, 
297 
Calenduleae, 846-847 aryota, 92, 99-100, 108-109 
Callichilia, 401 mitis, 95 
I] 768 irvoteae, 92-93, 95, 99-100, 106-110 
aryotoid, 92-93, 100, 108-110 
suarius, 619-620 
616 
390-391, 401 
is, 393 
Catocola, 386-387 
cDNA, 600, 787-788 
Cenocoeliinae, 454, 464, 467 
Cenocoelius 
Camarotinae, 7 
Camarotu sp 
Camberriini, 
Cambrian, 703, 7 
Camelidae, 654, 659-660 
Camels, 653 Centrocercus, 930, 934-937, 939, 941 
1, 391, 402 minimus, 932, 934, 936-937, 939, 942, 944 
urophasianus, 936-937, 942, 944 
Cameron, Sydnev A. and James B. Whitfield, Molecular Cephalochordata, 711 
evolution: a phy logenetic approac h, (rev.), 4 ephalonomia stephanoderis, 477 
536-538 Cephalophyllum, 326 
Camin-Sokal anemoniflora, 326 
parsimony 44? ( ephalopod, 920-922, 926 
phylogenetic tree, 208 molluscs, 919 
Campanulaceae, 276, 282-284, 287, 293, 297, 299 Ceraclea, 387 
Campopleginae, 454, 467, 476 Cerambycid, 453 
Canalicephalus, 452, 454 Cerambycidae, 763, 778 
sp., 474 Ceratosauria, 376 
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Cerbera, 391, 402 


venenifera, 393 


Cerberiopsis, 403 


eropegia, 391, 406 


— 
voodii, 393 


Ceropegieae, 391, 396, 407 


Ceroxyleae, 95 


( 


Cestode trees, 193 


eroxyloideae, 92-93, 95, 99, 107-109 


a 


Cetacea, 652-654, 660-661 


. 


Ceutorhynchiae 


C 
C 


Chalup, Adrianna E., see 


U 


C 


*hamaerops humilis 


etorhinus, 584 


maximus, 578 


765, 769, 7 


hachalacas, 946-949, 951-952, 954-955 
haenopsidae, 846-847 
} 768, 785 


laetastus, 


montanus, 766 


Szumik, Claudia A., 


hamaesyce, 297, 299 


elastroides var. lorifolia, 299 


skottsbere 


293, 298 


~hamaedorea, 100 


Sselfrizil, 95 
95 
hambers, Geoffrey K., see Buckley, 


Thomas R 


udotti, 948 
Kai M.A. and Brian 


methods for detecting differential diversification 


Moore, Whole-tree 


rates, 855-865 
haracters 
allozyme, 77 
ambiguous, 829 
anagenetic, 179 
basal, 179 

bill, 961 
binary, 151, 
binary reductive, 442, 449 


179, 183 


96Y 
525 
cladogenic, 186 
complex, 439 
compromised, 392 


congruence, 24-25, 


99 
* 
>, 


177 


Consistency Ratio 
continuous, 543 
diagnostic, 82, 85, 89 
DNA, 458 

evolution, 46, 136, 374 
four-state, 525 
genitalic, 4 
indel, 767, 769, 772 
individual, 652 
informative, 418, 800 
irreversible, 142-143, 146 
integumentary, 959-979 
larval, 762, 777, 785 

leg, 961, 969 
lepospondyls, 823 
macromorphological, 741 


¢ 
C 
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mapping, 478-491 

meristic, 81, 84 

Mickevich-—Farris, 417 

microsporophyll, 828 

misidentified, 180 

missing, 370, 788 

molecular, 600 

morphological, 19, 26, 76-77, 94, 108, 180, 193, 382, 
399-400, 438-441, 452, 600, 614, 661, 761, 776-777, 
786, 802, 910 

morphometric, 81, 84 

nodal, 654, 657 

nucleotide, 767 

ordered, 481 

osteological, 364 

palynological, 741 

parsimony-informative, 2, 52, 77, 84, 107, 392, 460, 
796 

permuted, 626 

phenotypic, 801 

phylogenetic, 414, 416 

phylogenetically informative, 417 

plesiomorphic, 404 

polymorphic, 74, 84 

potentially informative, 767 

pupal, 762 

qualitative, 84 

quantitative, 74, 81 

randomized, 633 

reductive, 442, 449 

relevant, 370 

sampling, 2, 79 

166, 174 176-179, 182 
485, 524-526, 625, 633, 965 


4-175 


state 175, 184, 187, 371, 482, 


stratigraphic, 166-169, 171, 17 
synapomorphic, 404 
taxonomic, 904 
transformation, 432-449 
uninformative, 772 

unitary, 555, 564 

weighted, 769 


haracter-based measures of fit, 176-191 


‘haracter-based method for measuring the fit of a 


cladogram to the fossil record, Kenneth D. 
Angielczyk, 176-191 


Charleston, M.A. and D.L. Robertson, Preferential 


host switching by primate lentiviruses can 
account for phylogenetic similarity with the 
primate phylogeny, 528-535 


Chase, Mark W., see Savolainen, Vincent,— 
Charmon, 466 


473 


SPp., 


Charmontinae, 452-453, 473 


C 


harops sp., 476 


Chathamiidae, 387 
Chauna, 951 


torquata, 947 


Cheetahs, 537 


Chelonia mydas, 616 
Cheloninae, 453, 474 
Chelonus, 473 
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sp 
sp 
helydontops, 190-191 
helyocarpus repens, 95 
hicken, 487-488, 600-601 
hicks, 969 

hilian Tinamou, 601 

7a 


616 


arpus, 391 


aveolens, 393 
himpanzee, 158-159, 163, 528, 708-710 
common, 707 
pygmy, 707 


hiroptera, 377 
1i-squares tests, 432 


202 
tele) 


hloroplast gene, 383 


holini, 765 


honemorpha, 405 


784 


horaginae 


iloridae, 66 
768 
Hn» 
rvsomelidae 


vsomeloidea 


chlid fish 
619-62 
1a. 6lé 


iconiinae, 846-847 


64 


imberidinae, 763 
iris sp., 476 


Cistecephalus, 190-191 


Clade Concordance Index, 373 


Clades, 73-74, 77 


159, 17 
411 


529, 


364, 367, 394 
20, 424-426 


, 599 


147 
402-403, 405, 410 
452, 454, 467, 503 
3, 745, 748, 750, 
, 840-841, 849, 
895, 898-899, 


939, 


110 
396 
$50, 

62 768-769, 777, 779, 787, 830, 

89). 


917 


879, 881, 
901 910, 
941, 951-952, 


892 


921 


R3 
894 905, 
926 , 936, 
basal, 75 
credibility values, 745-746 
cyclostome, 452, 461, 475 
euphoroid, 453, 465-468 


helconoid, 453, 460-461, 465-469 


BIOLOGY 


koinobiont, 452, 457 
macrocentroid, 465-468 
morphology-based, 75 
nested, 79 


novel, 153-154 


support, 740, 742, 745 
ladistic 
741, 762, 7 


analysis, 376, 414 767, 77 


systematics, 242 


ladistics, 166-176, 987 

analysis, 960, 965 

ladogenesis, 614, 835-843, 850, 855-865, 866 
ladogram, 167 171, 174, 176-178, 182, 184 


188, 192, 199, 370, 374, 438, 443, 639, 762 


169 185, 


9Y6Y 
alternative, 372 
area, 648, 651-652 
element, 651 
taxon, 648, 651 
laseinae, 452 
369 


lassification, 364 389-419 


lassification of Apocynaceae s.]. according to a 
new approach combining linnaean and 
ixonomy, Bengt Sennblad and 


1099 


phylogenetic t 
Birgitta Bremer, 389 
329 


me sp 283 


rmont velea sy. peleana. 28? 
lock model (see also Molecular clock 
lyde, William C. see I John A 
40, 42 


nemogonini, 765 


inarelli 
NY 38 
nidarians, 921 

589 
oalescent model, 881 
oates, Michael I 


rb 


letterv, Jonathan | 
efter 1 lan [ 


ccvygidium sp 
I 


oding method 


=4 


odons 36 


»>don-based models 


oleoptera 453-454 
ollections data, 303 
Collembola, 512, 711 
olless’s 
imbalance, 891 
index, 844, 866, 910 
Collyria coxator, 476 
Collyriinae, 476 
Color spectrum, 554-569 
Colpotrochia cincta, 476 
Columba livia, 601, 613 
Combined analysis (see combined data analysis), 396, 
538, 654, 787, 796 
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Combined data, Bayesian phylogenetics, and the origin 
of the New Zealand cicada genera, Thomas R. 
Buckley, Peter Arensburger, Chris Simon, and 
Geoffrey K. Chambers, 4-18 

Combined data, 946-958 

analysis, 424, 939 
tree, 418, 426, 799 

Combined nuclear and mitochondrial DNA sequences 
resolve generic relationships within the Cracidae 
(galliformes, aves), Sérgio L. Pereira, Allan 
J. Baker, and Anita Wajntal, 946-958 

Combined tree (see also combined data tree), 772 

length, 27, 29 

Commelinid monocots, 93 

Compagno’s hypothesis, 581 

Comparative 


analysis, 541-542, 550, 552 
method, 541-553, 873-880 
Comparing the gap excess ratio and the retention index 
of the stratigraphic character, John A. Finarelli 
and William C. Clyde, 166-175 
Complex 
characters, 817-822 
tree, 665 
Computer-based analysis, 344 
Computer simulation (see also Monte Carlo simulation, 
simulation), 541-553 
Condylocarpon, 403 
Confidence limit, 492—508 
Congruence, 19-20, 22-24, 26, 29, 50, 107, 176, 217, 245 
31, 333, 336, 432-449, 455, 499, 626-628, 632 


635-636, 648, 796, 800, 968-970 


character, 153 


333. 350, 354 


evolutionary, 199 


cross-taxon, 


length difference test, 947 
phylogenetic, 649 
taxonomic, 151-154 

Conifers, 762, 768, 777 


Conoderinae, 766 


Conophytum, 32 


wchabens¢ 
angelicae 7 
angelicae var. angelicae, 32 


bilobum, 3 


bilobum var. bilobum, 327 
blandum, 327 
burgeri, 327 
calculus, 327 
calculus var. vanzylii 
depressum, 327 


ectypum, 327 


lithopsoides var. kennedyi, 327 
lithopsoides var. koubergens, 327 


ydiae, 327 
marginatum, 327 
marginatum var. karamoepense, 327 
marginatum var. marginatum, 327 
maughanii, 327 
maughanii var. maughanii, 327 
mirabile, 327 
pageae, 327 
pellucidum, 327 
pellucidum var. neohallii, 327 
pellucidum var. pellucidum, 327 
praesectum, 327 
ratum, 327 
roodiae, 3 
smorensKad uense, 327 
smorenskaduense var. herrmarium, 327 
-jonesianum, 327 
327 


wettsteinii var. wettsteinii, 327 


onotrachelini, 765 


onotrachelus, 785 
nenuphar, 765 
Consensus 

method, 369-381 

phylogeny, 542 

trees, 97, 153, 159, 374, 380, 574, 579, 651, 790, 793 
795, 959 

onservation 

genetics, 238-254 


in 


planning, 276-302, 303-316, 317-330 

regional planning, 331-363 

onsistency index, 98, 100, 125, 418, 633-634, 639, 642, 
77 95] 

onstant rate 

analysis, 694, 71 

model, 882 

onstraint tree, 793 

ontingency, 917-929 

table analysis, 281 

ontingent predictability in evolution: key traits and 
diversification, Alan De Queiroz, 917-929 

ontinuous 

characters, 543 

time Markov chain, 730-732, 736 

time Markov chain process, 757 

track analysis, 201 


Control region (CR), 930-931, 933-934, 936, 939, 


941-942 
Contulmna, 386 
Contusotruncana, 914 


ectypum var. ectypum, 327 Convergence, 638, 740-753 
ectypum var. ignavum, 327 Convergent evolution, 92 
ectypum var. flavum, 327 Convolvulaceae, 282 
flavum, 327 Cophylogeny, 528-535 
friedrichiae, 327 Correct tree, 537 

fulleri, 327 Correlation tests, 900 
limpidum, 327 Corthylina, 766 
lithopsoides, 327 Corvini, 846-847 
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vus, 617, 619-620 
frugilegus, 616 
orypheae, 95 
oryphinae, 95 
6ryphoid, 102, 106—107 
oryphoideae, 92-93, 95, 100, 108-110 


rypha, 99-100, 


> 


45 


cembrae, 474 
ossoninae, 76 


ossonini, 763, 766, 769 


Desmet 


503, 64( 


riocerinat 
rockerinus 


xcodilians 


ryptinae, 469 

ryptolarynginae 

ryptolepideae, 396 

ryptorhynchinae, 765 

ryptorhynchini, 765 

rypturellus, 619-620, 959, 961, 968, 970, 974, 977 
itrocapillus, 976-977 

atrocapillus atrocapillus, 972 

bartletti, 972, 976-977 


berlepschi, 965, 967, 972, 976-978 


BIOLOGY 


boucardi, 964, 973, 976-978 
boucardi boucardi, 972 
brevirostris, 972, 
casiquiare, 964, 972, 

cinereus, 965, 967, 972 
cinnamomeus, 964, 967, 976-977 
cinnamomeus cinnamomeus, 
duidae, 972, 976-977 
erythropus, 964, 976-977 


I 5 a 779 
erythropus erythropus, 97 


972-97 


is, 976-977 


igus noctiva 


letus, 967, 969, 976-978 


us obsoletu 


Q7? 


stris, 967, 969, 972, 976-978 


oniaceae, 846 
issows, 946-949 
768, 785 


s, /65 


tlionidae 


urculioninae 
urculionini 
urculionoidea 
urculoninae, 763 
urimatidae, 846-847 
vads, 762, 777 
yclanthaceae, 93, 846-847 
127, 132 
124 
yclospatheae, 95 
vladinae, 762-764, 776 
ylas, 768, 769, 785 
formicarius, 764 
“ylloceria sp., 476 
Cylloceriinae, 476 
Cylydrorhini, 765 
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Cylydrorhinus 
farinosus, 785 
Sp., 765, 768, 785 

Cynognathus, 191 

Cyperaceae, 282-284, 293, 295 

Cyperus, 282-283 

tus, 295 


laet 19 


odoratus, 282-283 
pennatiformis var. bryanii, 295 
polystachyos, 295 
Cyphophoenix, 102 
nucele, 96 
yphotilapia, 127 
frontosa, 115, 1 
Cyprichromini 
Cyprichromis 
umbo, 115, 124 
ytosoma 115 
Cypripedioideae, 846-847 


Cyrtandra, 298 


rhyssa sp 477 
yrtostachydinae, 96 


10? 


119, 121, 124-125, 127, 131-132, 
421, 423, 425-426, 431, 432-449 
616, 620, 624, 788, 947-948 
951 
Cytochrome oxidase I (COD), 4—6, 8-10, 22—24, 38, 40 


23 386, 788. 790-79 794, 796, 798-799, 800 


COl 

COI-3, 24 
COIL 46 
Daniel, lan I Stockler 
Darwinian selection, 733 
Dasypogon, 94 
Dasypogonaceae, 94 

Data augmentation, 729-739 
Davies, T. Jonathan, see Savolainen, Vincent 
Decay analysis, 417 

Decay index (see Bremer support) 

Deer, 296 


Deinonychosauria, 376-37 


Delimiting species using DNA and morphological 


variation and discordant species limits in spiny 
lizards (Sceloporus), John J. Weins and Tonya A. 
Penkrot, 69-91 
Delomerista mandibularis, 
Demopheles corru} tor, 176 
Dendragapus, 930, 934-937, 939, 941 
»bscurus, 942, 944 
obscurus fuliginosus, 930, 942, 944 
Dendrobius, 767-768 
sp y 763 
Dendroctonus, 768 
pseudotsugae, 766 


Dendrogram, 199 
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De Queiroz, Alan, Contingent predictability in 
evolution: key traits and diversification, 917-929 
Derelominae, 765, 769, 777 
Dermoptera, 377 
DeSalle, Rob, see Gatesy, John,— 
Deschavanne, Patrick J., see Edwards, Scott V., 
Desdevises, Yves, see Legendre, Pierre,— 
Desmet, P.G., R.M. Cowling, A.G. Ellis, and R. 
Pressey, Integrating biosystematic data into 
conservation planning: perspectives from 
southern Africa’s Succulent Karoo, 
317-330 
Desmo 
Deuterostome, 711 
Development, 478-491 
Diacritinae, 476 
Diacritus aciculatus, 476 


stylia, 377 


Diadegma 


mollipla, 476 


SPp., 476 


Diaeretus leucopterus, 473 
Diagnostic characters, 82, 85, 89 
Diaprepes, 768 

abbreviatus, 764 
Dicarinella, 914 
Dichelosus sp., 473 
Dichrogaster sp., 476 
Dicot, 284, 287, 294, 762, 768, 777-778, 923 
Dicotyledons, 768 
Dicynodon, 190-191 
Dicynodontia, 176-191 

yocaryum lamarckianum, 96 


ophleba, 391, 398, 401 


, 961 

Didelphis virginiana, 503, 641 
Die meniana, 6 

frenchi, 6 

Tl lyardi 6 
Diptilomiopinae, 846-847 
Diversification, 835-843, 917-929 
908 


rates, 871, 881, 887, 

time, 946-958 
Differential 

diversification rates, 855-865 

weighting, 1 
Digenea, 193 
Digital elevation model (DEM), 306-307, 309 
Diictodon, 176-177, 190-191 
Dinocampus coccinellae, 474 
Dinornis, 619-620 

giganteus, 616 
Dinothrombium pandorae, 512 
Diolcogaster schizurae, 475 
Diospilini, 453, 466, 474 
Diospilus 

sp. 1, 474 

sp. 2, 474 

sp 3, 474 
Diplazon, 469 

laetatorius, 476 
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Diplazontinae, 476 
Diplectrona, 386-387 
Diplorhynchus, 391, 402 
condylocarpon, 393 
Dipnoi/Tetrapoda, 711 
Diptera, 454, 713, 786-805 
Diradops sp., 475 
Dirichlet distribution, 8, 36, 157, 691, 705, 733, 742 
Dirrhopinae, 452 
Dischidia, 406 
Discrete-gamma distribution (see also Gamma 
distribution), 502 
Disophrini, 452-453 
Distance matrix, 199-216 
Divergence, 270, 320, 640 
estimation, 694, 696, 699-701 
evolutionary, 689 
nuc leotide, 249 


t 
t 


ime, 689, 694-695, 699-700, 710 

ivergence time and evolutionary rate estimation 
with multilocus data, Jeffrey L. Thorne and 
Hirohisa Kishino, 689-702 

iversification, 761-785 

model, 182 

)-loop 930-945 

DNA, 48, 62, 69-70, 75-76, 85, 89, 93, 392, 454. 536, 557 


599, 601, 606, 610, 61 4,618,6 


22, 638, 643, 829, 
835, 837, 931, 947-948 

characters, 458 

double-stranded, 392 

evolution, 642, 837, 954 

extraction, 434 

= 


genomic, 6, 416, 556, 572, 600-601, 607 


haplotype, 71, 76, 87 

hybridization, 603, 606-607 

hybridization tree, 840 

mitochondrial, 2, 44-68, 155-156, 159, 161, 163 


$16, 425, 510, 516-517, 519, 574-576, 581, 584 


600, 603, 606-608, 615, 618, 622, 628, 638, 640, 643 


931, 938, 946-958 

nuclear, 93, 263-264, 411, 416 23, 425, 577, 606 
608-609, 946-958 

plastid, 638-640, 642-643 

repair, 600, 608-610, 841 

replication, 841 

samples, 414 

sequence, 156-157, 163-164, 614, 617, 627-629, 664 
660, 836, 946 

sequence analysis, 410-411, 413, 432-433, 574, 599, 
600-601, 606-609, 730, 754, 850 

sequence evolution, 729-739 

sequence data, 6, 33, 45, 69, 71, 81, 118, 219, 450, 455, 
470, 689, 694, 740-741, 779 

single-copy nuclear, 411, 423, 425-426 

single-stranded, 392 

strands, 607 

substitution, 32-33, 35, 37, 40, 157, 635, 742, 757-758 

substitution model, 740, 742, 745-749 

vocabularies, 606-607 

Dodonaea viscosa, 295 
Doleserpeton, 823 
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Dolichoderinae, 846-847 
Dolichomitus imperator, 477 
Dolic hozele, 452-453 
sp., 474 
Dollo parsimony, 442 
Dolophilodes, 386-387 
Donaciinae, 778 
Dorman, Karin S., see Suchard, Marc A.,— 
Doryctinae, 475 
Dowton, Mark and Andrew D. Austin, Increased 
congruence does not necessarily indicate 
increased phylogenetic accuracy—the behavior 
of the incongruence length difference test in 
mixed-model analyses, 19-31 
Doydirhynchini, 764 
Doydirhynchus, 764, 768-769, 785 
austriacus, 764 
Dre gea, 406 
Dreissena polymorvha, 256 
Dromaius novaehollandiae, 601, 613 
Drosera anglica, 295 
Droseraceae, 295 
Dros yphila 
inanassae, 786, 788-789, 796, 801 
biarmipes, 788-789, 794-797, 802 


tinata, 788-789, 796 


ugracilis, 786, 788 799, 801-802 


799, 801 


“a usphila, 786, 788-789, 797 

lavohirta, 786 

fuyamai, 788-789, 7 
iungcola, 789 


_ 788-789 


, 788-789, 7 


raster, 786-805 


mimetica, 788-789, 794-797, 800, 802 


montium, 786, 788-789, 801 
orena, 787, 789, 796-797 

prostipennis, 789, 800 

pseudotakahashii, 789, 800 

rajasekari, 802 

rhopaloa, 788-789, 802 

suzukii, 786, 788-789, 794-797, 800-802 
takahasii, 786, 788-789, 791, 794-797, 800-802 
teissierit, 787, 789, 796-797 


trilutea, 788 


Drovetski, Sergei V., Molecular phylogeny of grouse: 


individual and combined performance of 
W-linked, autosomal, and mitochondrial loci, 
930-945 
Dryinidae, 477 
Drymophloeus beguinti, 96 
Dryocoetes, 768 
alni, 766 
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Dryocoetina, 766 
Dryophthorinae, 761-764, 769, 776-778 
Dubautia laxa ssp. laxa, 299 
Ducks, 438-439, 512, 600 
mallard, 601 
muscovy, 601 
Duellman, W.E. (Ed.), Patterns of distribution of 
amphibians: a global perspective, (rev.), 980-981 
Dusona sp., 476 
Dypsidinae, 96 
Dypsis, 102 
lastelliana, 96 
Dyscritulus planiceps, 4; 
Dysdera crocata, 5 


Dyspetes praerogator, 47; 


Eadya, 453-454 
sp., 474 
Eadyiini, 453, 473 
Earinini, 453, 472 
Earinus elator, 473 
Early Miocene, 953 
arly Oligocene, 953, 955 
arly Pliocene, 953 


also Sceloporus undulatus), 2, 


astern Fence Lizard (see 

44-45 

Echinoconiae, 741 

Echinoderm, 711 

Echinoidea, 711 

Echiteae, 391, 396, 404-405 

Echites, 405 

Ecnomiinae, 452 

Ecnomus, 386-387 

i C ology, 277 

Ecomorph, 44-68 

Ecosystems, 314, 331 

Ectocion, 168 169, 175 

Ectodini, 115-117 

Ectodus descampsi 

Ecuador, 898-907 

Edgington combined probability test, 856-857 

Edwards, Scott V., Bernard Fertil, Alain Giron, and 
Patrick J. Deschavanne, Genomic schism in birds 
revealed by phylogenetic analysis of DNA 
strings, 599-613 


EFla, 4-10, 12 


Effects of models of rate evolution on estimation of 


14, 387,512,514, 516, 519 


divergence dates with special reference to the 
metzoan 185 ribosomal RNA phylogeny, 
Stéphane Aris—Brosou and Ziheng Yang, 703-714 

Effects of topological inaccuracy in evolutionary trees 
on the phylogenetic comparative method of 
independent contrasts, Matthew R.E. Symonds, 
541-553 

Egernia whitii, 985 

Eigenvectors, 873-880 

coefficients, 554-569 

Eigenvalues, 220, 557, 873-880 

Eight-taxon tree, 38 

Eisingius, 768 


chusqueae, 765 
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Elaeidinae, 96 
Elaeis oleifera, 96 
Elapidae, 847, 849 
Elasmosoma sp., 475 
Elephants, 436 
Eleutherodactylus simonbolivari, 981 
Ellis, A.G., see Desmet, P.G.,— 
Elpistostegalia, 367, 825 
Embolomeres, 364 
Embolomeri, 364 
Embryophytes, 644 
Empirical analysis, 180, 184, 186-187 
Emu, 601 
Emydops, 190-191 
Endangered plants, 276-302 
Endemicity, 806-816 
Endemism, 276-302, 310-311 

area of, 648-652 
Endosperm, 401 
Endosymbiosis, 199 
Endothiodon, 190-191 
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Protergyrinus, 824 


Sel 

ry ; 

Fseudoc 
= 
multicol 


Dp j 
Fseudc 


enampt 
gnam} 
Pseudomopsis 
infl 765 
inflata, 765 
Pseudop 5 
seudopanax, 
Pseudophoenix vinifera, 95 
eudopraon mindari 
Pseudorhyssa alpestris, 
Pseudosimochromis curt 
) > TTT } , 2 
Pseudostenophylax, 386 


— 
Pseudotropheus msobo, 123 
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Psilotreta, 386 
Psychomyia, 386-387 
Ptarmigan 
rock, 944 
white-tailed, 944 
willow, 944 
Pteridophyta, 768 
Pterocnemia, 976 
pennata, 960, 975 
pennata Q 
pennata 
Pterygota, 711 
Ptychoderes 


nebulosus 64 


Ptychoderini, 764 


Ptychosperma burretianum, 96 
Ptychospermatinae, 96 
Puelia, 140-141 
Pupal characters, 762 
Purvis, Andy and Paul-Michael Agapow, Phylogeny 
imbalance: taxonomic level matters, 844-854 
Purvis, Andy, see Agapow, Paul—Michael, 866-872 
-5, 8, 221, 420, 492, 494-495, 497-500 


502-505, 507. 


P-values, 1 
508, 509, 514-517, 519-520, 526, 
530, 629, 635-636, 707, 738, 740, 794, 798-800 
838-839, 844, 847, 861, 868, 905, 939 
Bonferroni—corrected, 793-794, 798-799 
Pybus, O.G., A. Rambaut, E.C 


Harvey, New inferences from tree shape: 


Holmes, and P.H 


numbers of missing taxa and population growth 
rates, 881-888 


106 ( 387 
ostolus sp., 474 


Quadrula quad 
Quail, 945 

New World, 932 
Qualitative characters, 84 
Quantitative characters, 74, 81 
Quaternary, 246-247, 828 
Quicke, Donald L.J., see Belshaw, Robert,— 
Rabbits, 503 
RAG-1, 574-576, 581, 584, 613, 613 
Rails, 608 
Rambaut, A., see Pybus, O.G.,— 
Rana 

pipiens, 824 

subaquavocalis, 981 
Random 

matrix, 525 

phylogenies, 541-553 

trees, 159, 542, 545, 550, 633 
Randomization, 524-527, 838-839 

test, 524, 527, 840, 868, 878, 898-907 
Rank-based tests, 901 
Rank correlation coefficients, 700 
Rank-free tests, 899 
Rannala, Bruce, Identifiability of parameters in MCMC 

Bayesian inference of phylogeny, 754-760 
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Rarity, 276-302 
Ratchet method, 769 
Rate of evolution, 703-714, 761 
Ratitae, 959 
Ratite, 599-613, 619-620, 960 
Rats, 299, 575, 640 
Rattus, 413-414, 418, 424 
exulans, 431 
norvegicus, 38, 641 
volfia, 391, 401 
mannii, 393 
Rauvolfioideae, 391, 396 
Ravenea hildebrandii, 95 
rbcL, 92-94, 97-100, 102, 109, 138, 146, 389-409, 638-647, 
697, 700, 829-830, 836-837 
rDNA, 94, 382-383, 660 
Reconstruction of biogeographic and evolutionary 
networks using reticulograms, Pierre Legendre 
and Vladimir Makarenkov, 199-216 
Reductive characters, 442, 449 
Redundancy analysis, 341 
Red-w inged blackbird, 601 
Reeder, Tod W., see Leaché, Adam D.,— 
Reganochromis, 117 
Regional conservation planning, 331-363 
Reinhardtia simplex, 96 
Relative abundance distribution, 898-907 
Relative completeness index, 177-178, 180-182, 184-186 
Relevant character, 370 
Reptiles, 257, 271, 339, 354, 608, 955 
Reptiliomorphs, 364 
Resolution of a supertree/supermatrix paradox, John 
Gatesy, Conrad Matthee, Rob DeSalle, and 
Cheryl Hayashi, 652-663 
Restionaceae, 846, 849 
Retention Index, 3, 98, 100, 125, 166-176, 418, 633-635, 
638-647, 772, 951 
36, 439-440, 448 


Retropinna, 432-433, 
retropinna, 433-434 
semoni, 433-434 
tasmanica, 432, 434 

Retropinnid, 432-449 

Retropinnidae, 432-434, 436, 438, 440-443 

Rhabdadenia, 391, 404-405 
biflora, 393 

Rhachiocephalus, 190-191 

Rhamphinae, 765 

Rhapis subtilis, 95 

Rhea, 512, 601, 619-620, 959, 976 
americana, 601, 613, 616, 960 
americana albescens, 972 

Rheidae, 960 

Rhimphoctona sp., 476 

Rhinoncus, 768 
longulus, 765 

Rhinoryhnchinae, 763-764 

Rhinotia, 768, 785 
sp., 764 

Rhinostomus, 768 
niger, 764 

Rhodopsalta, 46, 12-1 3, 15 
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cruentata, 6 
leptomera, 6 
Rhopalophorus, 453 
sp F 474 
Rhopalotria, 768, 785 
mollis, 785 
sp., 764 
Rhyacophila, 386-387 
Rhyephenes, 768, 785 
humeralis, 765 
Rhynchitinae, 762-764 
Rhynchitini, 764 
Rhynchitomacerinus, 768 
kuscheli, 764 
Rhyncholini, 766 
Rhyncholus sp., 785 
Rhynchonkos, 822 
Rhynchophorus, 768, 785 
Rhynchophorini, 764 
Rhynchophorus cruentatus, 764 
Rhynchotinae, 959 
Rhynchotus, 959-961, 966-967, 969, 978-979 
1aculicollis, 967 
ens, 967 
ns catingae, 973 
rufescens maculicollis, 964, 967, 973, 976 
rufescens pallescens, 967, 973, 976, 979 
rufescens rufescens, 967, 973, 976, 979 
Rhyssella approximator, 477 
Rhyssinae, 477 
Rhytirrhininae, 765, 778-779 
Richardson, K., see Funk, V.A.,- 
Richardson, K.S., see Funk, V.A.,— 
Richardson, Michael K 
Rivea clarkeana, 741 
RNA, 14, 386, 456, 599, 836, 884 
Robertia, 190-191 


, see Charleston, M.A., 


see Jeffery, Jonathan E.,- 


Robertson, D.1 


Robustness of ancestral state estimates: evolution of life 


history strategy in ichneumonoid parasitoids 
Robert Belshaw and Donald L.J. Quicke, 
450-477 

Robust phylogeny, 761 

Rock dove, 601 

Rodent, 410, 513, 519-520, 919 

Rodentia, 37-39 

Rogadinae, 475 

Rogas sp., 475 

Ronquist, Fredrik, see Huelsenbeck, John P., 

Rooted tree, 731 

Rooting, 32-43 

Root mean square (RMS), 820-821 

Rosaceae, 282 

Rose periwinkle, 390 

Roystonea, 99-100, 109 

regia, 96 

Roystoneinae, 96 

rps16, 93, 97, 99, 102 

rRNA, 2, 48, 108, 537 

genes, 7-8, 13-14 
Rubiaceae, 284, 398 
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Rubus, 277 

Ruminantia, 654, 659-661 
Rusty crayfish, 256 
Rutaceae, 284, 298 


Saba, 401 

Sabal, 99-100, 110 
dominguensis, 95 

Sabalinae, 95 

Safe Taxonomic Reduction (STR), 371-37 

Sakai, A.K., see Funk, V.A..— 

Sakai, Ann K., Warren | 


A. Mehrhoff, Patterns of endangerment 


2, 376, 378 


Wagner, and Loyal 


in the Hawaiian flora, 276-302 
Salacca, 99-100, 109 
zalacca, 95 
Salamanders, 256, 822-823, 846 
Ensatina, 77 
Salamin, Nicolas, Trevor R. Hodkinson, and Vincent 
Savolainen, Building supertrees: an empirical 
assessment using the grass 
family (Poaceae), 136-150 
Salamin, Nicolas, see Savolainen, Vincent,— 
Salangichthys, 433 
microdon, 434 
Salangini, 433, 448 
Salanx, 433 
Salmo, 434 
salar, 38, 434 
trutta, 258 
Salmonoid, 448 
Salvinius fontinalis, 258 
Salzburger, Walter, Axel Meyer, Sanja Baric, 
Erik Verheyen, and Christian Sturmbauer, 
Phylogeny of the Lake Tanganyika Cichlid 
species flock and its relationship to the central 
and east African haplochromine Cichlid 
fish faunas, 113-135 
Sampling 
error, 530 
trees, 575 
Sankoff 
parsimony, 959-979 
step-matrices, 481 
Santalaceae, 284 
Sapindaeae, 295 
Sapotaceae, 282-283 
Sardines, 114 
Saruwatari, Toshiro, see Waters, Jonathan M.,— 
Sathon falcatus, 475 
Sauromalus, 87 
Saurornitholestes, 376 
Savolainen, Vincent, Mark W. Chase, Nicolas 
Salamin, Douglas E. Soltis, Pamela S. 
Soltis, Andrés J. Lopez, Olivier 


Fédrigo, and Gavin J.P. Naylor, Phylogeny 


reconstruction and functional constraints 
in organellar genomes: plastid atpB and rbcL 
sequences versus animal mitochondrion, 
638-647 

Savolainen, Vincent, see Salamin, Nicolas,— 
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Savolainen, Vincent, Stephen B. Heard, 
Martyn P. Powell, T, Jonathan Davies, and 


Arne @. Mooers, Is cladogenesis heritable?, 


835-843 
Scadentia, 377 
Scaevola taccada, 295 
Scallops, 919 
Sceloporus, 47, 69-70, 74, 76, 79, 88 
belli, 4446, 56, 63, 66 
cautus, 44-46, 56, 59, 62-63, 66 
consobrinus, 45, 62 
cowlesi, 63 
cyanogenys, 85 
exsul, 45-46, 59 
graciosus, 47, 66 
grammicus, 79 
horridus, 47, 66 
jarrovii, 63, 69-70, 77, 79, 82, 84-86 
j. erythrocyaneus, 85-86 
immucronatus, 83, 85-86 
jarrovii, 83-86 
minor, 83, 85-87 
j. oberon, 83, 85-87 
j. sugillatus, 83, 85-87 
lineolateralis, 83, 86 
magister, 47, 66 
megalepidurus, 47, 66 
minor, 63, 88 
mucronatus, 47, 66 
oberon, 63, 87-88 
occidentalis, 45-46, 56, 66 
olivac eus, 47, 66 
ornatus, 83 
thayerii, 62 
torquatus, 85 
tristichus, 45, 62 
undulatus, 44-68 
° belli, 47 
consobrinus, 66 
cowlesi, 63, 66 
f elongatus, 61, 66 
. erythrocheilus, 66 
. garmani, 66 
u. hyacinthinus, 66 
u. speari, 47, 56, 66 
u. tedbrowni, 66 
u. tristichus, 56, 61-62, 66 
u. undulatus, 66 
virgatus, 45-46, 56, 59, 66 
woodi, 44-46, 56, 61-62, 66 
Schiedea, 277, 281, 294, 297 
Schizoprymnus sp., 474 
Schizostephanus, 391, 406 
alatus, 393 
Schizozygia, 391, 401 
coffaeoides, 393 
sp., 477 
Schwetzochromis, 125, 127, 132 
malagarazensis, 115, 117, 124, 132 
mazimeroensis, 115, 117, 124 
Scincidae, 985 


Scobius, 813 
marshalli, 813 
Scolytina, 766 
Scolytinae, 763, 766, 769, 777-779 
Scolytini, 766 
Scolytus, 768, 785 
multistriatus, 766 
Scorpionida, 711 
Scrophulariaceae, 5, 389 
Scutigera coleoptera, 512 
Seal, 502-503 
Secamone, 391, 405-406 
afzelii, 393 
geayi, 394 
Secamonoideae, 390-391, 396, 403, 406 
Selaginella, 697 
Selection bias, 492-508 
Senec 10, 382 
Sennblad, Bengt and Birgitta Bremer, Classification 
of Apocynaceae s.]. according to a new 
approach combining linnaean and phylogenetic 
taxonomy, 389-409 
Sensitivity analysis, 19-31 
Sequeira, Andrea S., see Marvaldi, Adriana E.,— 
Serinus canaria, 601, 613 
Sesbania tomentosa, 293, 298 
Seymouriamorpha, 364, 824 
Seymouriamorphs, 364 
Sharks, 570-587 
Shape, 817-822 
analysis, 817 
Sheets, H. David, Miriam L. Zelditch, and Donald L. 
Swiderski, Growth and shape: 
measurements and metrics, 
817-821 
Shimodaira—Hasegawa test, 51, 56, 59, 98, 
121, 139, 436, 448, 509-523, 574, 576, 617, 
619, 793-794, 799-800, 830, 939 
Shimodaira, Hidetoshi, Approximately unbiased test 
of phylogenetic tree selection, 492-508 
Shrews, 661 
Shrubs, 740 
Siamang, 707-708, 710 
Sibariops, 768 
concinna, 764 
Sigalphinae, 452-453, 475 
Sigalphoid, 453 
Sigalphus 
gyrodontus, 475 
irrorator, 475 
Signatures of random and selective mass 
extinctions in phylogenetic tree balance, 
Stephen B. Heard and Arne ©. Mooers, 
889-897 
Signed-rank test, 660 
Silene perlmanii, 282 
Silverswords, 297 
Simulation (see also computer simulation, Monte Carlo 
simulation), 866-872 
analysis, 183, 186 
model, 588 
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Simon, Chris, Bayesian analysis, data combinability 
tree rooting, nodal support, species 
radiations, supertrees, and phylogenetic 
uncertainty, 1-3 

Simon, Chris, see Buckley, Thomas R 

Simochromis babaulti, 115, 124 

Simulated dataset, 19-31 

Simulations, 217-234, 524 

Simultaneous analysis, 380 

Single -COpy 

genes, 571 

nuclear DNA, 411, ¢ 
Single gene, 694 

analvsis, 691, 699-700 

data sets, 689-690, 786, 798 

Single-node tests, 856 

Single-tree analysis, 847 

Sinsheimer, Janet S., see Suchard 


>irenia 


Sitophilini 
Six-parameter parsimomy, 19-31 


Q79 


248, 257 


pleurocerid, 269 

Snakes 
thamnophiine, 480 

Solenodons, 661 

Soltis, Douglas E., see Savolainen, Vincent 


Soltis, Pamela S Savolainen, Vincent 
Sop pnora, /d6 
Serensen similarity coefficients, 208 


Source trees, 151-154, 652, 654-655 
657, 659, 661 


ial surrogates 


sth | 1c 
jus erythrodon, 115, 12 < 


749 OM) GNA 


Spearman’s rank correlation, 489, 


Speciation, 835-843, 889-897, 908 


Species 
accumulation index (SAI), 351 
flock, 113-135 


level analysis, 299, 847, 90 


limits, 44-68, 69-91 


trees, 529, 570, 581-582, 584, 94 
Spectral analysis, 383 


Speirsaenigma, 443 


Sphenophorini, 764 
Sphenophorus, 768, 785 


enatus, 764 
Sphindidae, 846 
Spicipalpia, 386-387 


Spiders, 354, 512 


VOL. 51 


Spiny lizard, 2, 69-70, 7 
Spirinchus, 433, 448 
lanceolatus, 434 
Splitsgraph, 200 
Squamata, 847, 849 
Stantonia sp., 475 
Stapelia, 391, 406 
leendertziae, 394 
Star phylogeny, 873, 875-876 
State (see Character state) 
otationary 
lognormal distribution 
model, 618, 622 
substitution model, 829 
Statistical test, 217-234, 524-527, 640, 786, 790, 892 
Statistical test for host—parasite coevolution, 
Pierre Legendre, Yves Desdevises, and Eric 
Bazin, 217-234 
Stemminess, 930-945 
ylus sp 766 
Stenogyne, 298 
Stenopelmini, 764 
768-769 
764 
386—387 
ma, 391, 404 
394 
tis, 391, 406 
unda, 394 
Stepwise algorithm, 312 
Stethantyx sp., 477 
lia, 741 
nsis, 742 


Stilbopinae, 477 


51 


Stilbops, 454 
477 
Stockler, Karen, lan L. Daniel 
and Peter J]. Lockhart, New Zealand kauri 
(Agathis australis (D. Don) Lindl 


Araucariaceae) survives Oligocene drowning 


Stoneflies, 269 
Stork, 616 
Strategies to protect biological diversity and the 
evolutionary processes that sustain it, Craig 
Moritz, 238-254 
Stratigraphic 
characters, 166-169 
consistency index 
fitness, 166-176 
Stratigraphy, 169, 174, 176 
Stratocladistics, 179 
Stratophenetic tree, 910 
Streblocera 
{siastreblocera) olivera, 474 
(Eutanycerus) Sp., 474 
Strempeliopsis, 402 
Streptsiptera, 108 
Strict consensus 
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method, 371 
tree, 370, 377, 746 
Stromboscerini, 764, 768-769 


hanthus, 391, 404 


110, 619-620 
camelus, 601, 613, 616 
Sturmbauer, Christian, see Salzburger, Walter, 
Sturnus vulgaris, 601, 613 
Subsample tree, 668 
Substitution 
model, 158, 509, 513, 517-518, 741, 798, 830 
rate matrix, 790-791 
Subtree, 860, 867, 959 
analysis, 667 
Successive weighting analysis, 394 
Succulent Karoo, 236, 317-330 
Suchard, Marc A., Robert I 
and Janet S. Sinsheimer, Oh brother, 


Weiss, Karin S. Dorman 


where art thou? a bayes factor test 
for recombination with uncertain heritage, 
Marc A. 


S. Dorman, and Janet S. Sinsheimer, 715-728 


Suchard Robert E. Neiss, Karin 
Suina, 654, 660 

Summary trees, 369-381 

Sum of squared deviations (S3D), 602, 606 


+ 


Supermatrix, 652-654 


analysis, 659, 662 


Supertree 2-3, 136-150, 154, 652-654, 850, 


855-865, 900-901 959-979, 984 


analysis, 653-6 659, 661 
construction, 1 
methods, 151 
phylogenetic 
reconstruction, 13 
Surrogates, 331-3 
spacial, 317-330 
Swallow 
barn, 601 
European, 601 
tree, 601 
Swiderski, Donald L., see Sheets, H. David,- 
Swofford—Olsen—Waddell-Hillis test, 509-523 
Symbionts, 192 
SYM model, 417 
Symonds, Matthew R.E., Effects of topological 
inaccuracy in evolutionary trees on the 
phylogenetic comparative method 
of independent contrasts, 541 
Synapomorphy, 482-483 


Synapsids, 180 


Syngaster lepidus, 475 

Synthetic tree, 411 

Syntomernus sp., 475 

Syrmaticus mikado, 934, 945 

Systematic data in biodiversity studies: use it or lose it, 

V.A. Funk and K.S. Richardson, 303-316 

Systematics, 1, 235, 243, 255-275, 303, 317-330, 
570-587 

cladistic, 242 

conservation, 


22° 
332 
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molecular, 44-68, 69-91, 570-587 
morphological, 69-91 
phylogenetic, 855 
planning, 332 
techniques, 332 
Systematists 
morphological, 432 
Szidat’s Rule, 217 
Szumik, Claudia A., Szumik, Fabiana Cuezzo, 
Pablo A. Goloboff, and Adriana E Chalup, 
Optimality criterion to determine areas of 
endemism, 806-816 
Tabernaemontana, 391, 397, 401 
divaricata, 394 
Tabernaemontaneae, 391, 401-404 
Tabernanthe, 391, 401 
iboga, 394 
Tacazzea, 391 
apiculata, 394 
Tachygonini, 765 


Tachygonus, 768, 785 


Tanamous, 959 
Ti 117 


Tanganicodus irsacae, 115, 12 


ingachromis 


Tanglegram, 530 

Tanymecina, 765 

Tanymecus, 768 
sp = 765 

Tanysphyrini, 764 

Tanysphyrus, 768, 785 
lemnae, 764 

Taoniscus, 959, 964-965, 976, 978 
nanus, 965-966, 969 

Tapeworms, 193 

Taphaeus sp., 474 

Tapinocephalus, 177, 191 

Tatogastrinae, 452 

Taxon-based measures of fit, 176-191 

Taxonomic 
analysis, 900, 903 
characters, 904 
congruence, 151-154 
hollow curves, 898-907 
level, 844-854 

Taxonomy, 69-91, 279 

384, 822-827, 


330, 364-369, 


Linnean, 823 
phylogenetic, 389, 823 
Taxon sampling, 2, 46, 94, 399, 411, 424, 
588-598, 614-617, 619, 621, 623, 642, 
664-665, 668, 750, 788, 802, 837, 881 
Telmatochromis bifrenatus, 115, 124-125 
Telosma, 406 
Temnospondyli, 364, 367, 822-823 
Temnospondyls, 364, 366, 368, 822 
Templeton tests, 442, 660, 794 
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Tenebrio molitor, 763 Tetrapods, 439, 485-486, 512 
Tenrecidae, 661 evolution, 480 
Tersilochinae, 477 Tetrapod phylogeny, amphibian origins, 
Tertiary, 444, 830, 915, 954 and the definition of the name 
Tesserocerini, 761, 766 tetrapoda, Michel Laurin, 364-368 
Tests Tetrastes, 941 

approximately unbiased, 492-508 mlokosiewiczi 942 

Bayesian, 510 tetrix, 942 

bootstrap probability, 492, 495 Thaleichthys, 433, 448 

chi-square, 434 Thamnophiine snakes, 480 

correlation, 900 Thecesterninae, 778 

Edgington combined probability, 856-857 Theory, 873-880 

Fisher’s combined probability, 838-839, 844, 856 Therians, 487 

incongruence length difference (ILD), 1, 13, 19-24, mammals, 487 

28-30, 418, 420, 423, 435, 625-627, Theridiosomatidae, 846, 849 

793, 798-800 Thevetia, 391, 402 
Kishino—Hasegawa, 139, 142-143, 146-147, peruviana, 394 

440-442, 458, 467, 492-508, 793-794, 799 [hree-gene tree, 638 
Kolmogrov-Smirnov, 546 Thoracochromis, 118 
Kruskal-Wallis, 606, 639-641 Thoracoplites sp., 475 
likelihood ratio, 7, 99, 119, 161, 417, 421, 435, Thorne, Jeffrey L. and Hirohisa Kishino, 

513, 518, 617, 619, 703, 711, 790, 947, 951 Divergence time and evolutionary 
Mann-Whitney, 920 rate estimation with multilocus 
Mantel, 554, 560 data, 689-702 
matrix correspondence, 563-564 Thorpe, Roger S., Analysis of color spectra in 
maximum likelihood, 1, 13-14, 217, 509, 517, 52 comparative evolutionary studies: molecular 
monotone, 506 phylogeny and habitat adaptation in the 
nonparametric Shimodaira—Hasegawa, 1, 5, i St. Vincent anole (Anolis trinitatis), 554-569 
one-tailed, 869 Three-dimensional analysis, 819 
pairwise, 798 Thrinacinae, 92, 95, 107 
parametric maximum likelihood, 5 Thrinax radiata, 95 
sarsimony, 4-5 Thymelacaceae, 284, 293 


> 596 7 ne ae 77 
Ab / Chyreodon laticinctus, 477 


5-5 


F 
parsimony PTI 
' 
I 


oartition homogeneity, 13-14, 97, 124 Tilapiini, 114-115, 117, 123, 126, 129 


permutation, 217-234 Time-reversible Markov model, 729 
phylogenetic, 829, 835, 905 Tinamidae, 959-979 
randomization, 524, 527, 840, 868, 898-907 Tinamiformes, 960 
rank-based, 901 Tinaminae, 959, 966, 969 
rank-free, 899 Tinamotidinae, 959, 966, 969 
Shimodaira—Hasegawa, 51, 56, 59, 98, 121, 139 Tinamotis, 959, 965-967, 976, 978-979 
436, 441, 458, 467, 492-508, 509-523, 574, 
576, 617, 619, 793-794, 799-800, 830, 939 
single-node, 856 
signed-rank, 660 


7 42 72 


statistical 234, 509-523, major, 965, 976-977 
524-527, 640, 786, 790 major major, 972 
Swofford—Olsen—Waddell-Hillis, 509-523 major robustus, 972 
Templeton, 442, 660, 794 osgoodi, 965-969 
trait evolution, 869-870, 891-892 osgoodi osgoodi, 972 
two-tailed, 660 solitarius, 965, 976-977 
two-tailed binomial, 548 solitarius solitarius, 972 
whole tree, 857-858, 861, 863 tao, 976-977 
Wilcoxon paired-sample, 837-838 tao tao, 972 
Wilcoxon signed rank, 119, 1 Tomicina, 766 
Zarkikh-Li, 492, 500, 502, 504 Tomocerus sp., 512 
etrao, 930, 934-935, 937-939, 941 Tonduzia, 401 
parvirostratis, 932, 934, 945 Topological inaccuracy, 541-553 
urogalloides, 932 Total absolute change (TAC), 482-485 
urogallus, 934, 945 Total evidence, 151-152 
Tetraoninae, 930-931 analysis, 153-154 
Tetrapoda, 364-369, 822-827 tree, 152 
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Total relative change (TRC), 482-485 
Townesioninae, 452 
Toxoneuron nigriceps, 473 
Toxonotus, 768 
cornutus, 764 
Trachelospermum, 391, 404-405 
jasminoides, 394 
Trachycarpus, 98 
fortunei, 95 
Trachypetinae, 475 
Trachyphloeina, 764 
Tragopan satyra, 933-935, 939, 945 
Tranes, 768, 785 
lyteroides, 765 
Transition /transversion bias, 627, 629, 633, 735 
Transition/transversion (TI:TV) ratio, 21-24, 29, 
67-68, 436, 439, 628, 767, 836, 934, 950 
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